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Defective images within this document are accurate representations of 
the original documents submitted by the apphcant. 

Defects in the images may include (but are not limited to): 



• BLACK BORDERS 

• TEXT CUT OFF AT TOP, BOTTOM OR SIDES 

• FADED TEXT 

• ILLEGIBLE TEXT 

• SKEWED/SLANTED IMAGES 

• COLORED PHOTOS 

• BLACK OR VERY BLACK AND WHITE DARK PHOTOS 

• GRAY SCALE DOCUMENTS 



IMAGES ARE BEST AVAILABLE COPY. 

As rescanning documents will not correct images, 
please do not report the images to the 
Image Problem Mailbox. 
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Enzymes: All 74 enzymes (No Filter)' 

Settings:' Linear, Certain Sites Onty. Standard Genetic Code 
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Lipman-Pearson Protein Alignment 
Ktuple: 2; Gap Penalty: 4; Gap.Length Penalty: 12 
Se€^1(1>115) Seq2(1>125) Similarity 
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Enzyroes : AU 74 enzymes (No FUter) ^^j^^^neticCode, 
Settings^^ Linear. Certy ^in Sites Only STanaatu^ 
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Lipman-Pearsah Protein Alignment 

Ktuple: 2; Gap Penalty; 4; Qap Length Penalty: 12 

Se*q1(1>107) Seq2{1>111) Similarity Gap Gap Consensus 

. J591VK.PRO MUVKV.PRQ Index Number Length Length 

(1>107) - (1>1Q9) 60.4 2 2 109 
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